Supplemental legends:

Figure S1. Gene ontology (GO) analyses of the DEGs between the monokaryon

strain 183 and transformant T7.

Figure S2. Kyoto Encyclopedia of Genes and Genomes (KEGG) analyses of the

DEGs between the monokaryon strain 183 and transformant T7.
Table S1. Genome-wide gene expression levels of the samples.

Table S2. Differentially expressed genes (DEGs) among the samples.

Table S3. Primers used for qRT-PCR.
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. Environmental Information Processing

. Metabolism

Category

c
(<)
[«))
IS
=
Pathway

1
[%2]
S|
O
(13
2
&
©
5 2
S
()
N
(151
<
S
)
(&S]
=
(o)
ke
<
(1
()
%]
2
S
Q

-
-
1-
0-

(anpen-d)othol-



	Supplemental legends
	Figure S1
	Figure S2

